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used to obtain locations of protein binding sites in HeLa cells (Accession numbers listed in methods section for each relevant dataset).

NGS data produced in this study will be submitted to NCBI SRA before publication. Any additional data is available upon contact.

Sample size was based on traditional experimental design approach in molecular and cellular biology. In general, qPCR, luciferase and NGS
experiments were repeated a minimum of 3 independent times.

No data was excluded from this study.

Each experiment was replicated a minimum of three times. Each biological replicate was completely independent (from new cell and virus
preparations). Within each biological replicate, there were also technical replicates on the same samples. Due to the variability in the extent of
the phenotype, large scale next-generation sequencing experiments were also performed three independent times and sequenced in
independent MiSeq runs.

The experiments did not require randomization. Samples were handled identically in all experiments.

The investigators were not blinded to group allocation during data collection or subsequent analysis. This approach is considered standard for
biochemical experiments performed here.

anti-HA (abcam ab9110), anti-IN (abcam ab 66645), Pierce anti-HA magnetic beads (ThermoFisher 88837).

Anti-HA and anti-IN antibodies were used to ensure equal expression of WT and mutant IN proteins from expression vectors used for
IP experiment. These were validated using a Western blot with negative control (no HA-protein expression). Also validated by size of
protein detected on blot and by comparability between the detection of the same tagged IN protein by both antibodies on the same
blot.

Pierce magnetic anti-HA beads were used for actual IP. Negative controls used in IP - non-transfected cells and cells transfected with
empty vector.




